eration; however, the animals showed shortened-tail phenotype at the middle stage of regeneration. When we observed the expression of tail marker genes such as DjAbd-Ba, their expression could be detected at the early stage of regeneration, but was not increased after the middle stage of regeneration in DjlimA(RNAi). Based on these findings combined with histological observations, we concluded that DjlimA may be required for maintaining the proper morphological events during the middle stage of regeneration in planarians, but not at the early stage. This is the first report suggesting that initiation and maintenance events during regeneration could be separated by differential activity of transcription factor(s). To determine whether PAPC and Xfz7 also play a role in regulating the transcription of target genes, microarray analysis was performed on the Agilent Xenopus oligo microarray system.
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Xenopus animal cap tissue, in which separation behaviour is induced by PAPC and Xfz7, was used to identify potential target genes. We found 56 genes that were significantly upregulated, and 58 genes that were downregulated in animal caps ectopically expressing PAPC and Fz7.
By this method we identified RhoGAP 11A and XGit-2 which
were not described yet in Xenopus. Expression of both genes is S75
